Fig. S1. Genomic mapping of feline autosomal FLJ360317 to cat chromosome A2. Position of the feline autosomal FLJ36031

STS (Table S1) in the cat A2 radiation hybrid map (A2-RH) [44], shown in red. The genetic linkage maps (A2-GL) are shown to
the left, and the homologous synteny blocks (HSB) with the human genome (colored based on chromosome, which is labeled in
the center of each block) are shown to the right. Physical coordinates in the human genome are given at the ends of each HSB.
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>MegaBLAST alignment of cat FLJ36031Y to feline chromosome A2
sequence trace(id 652763965)
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GGGACCGGGTTTCCCTAGTGC-CTTTTACGGGTGAAGAAGCACCGGA-TGTCCCCGGCCG

GCGCCCCCGGGATGCGGCGCCGCCTTCTGGGACTCCGGGGCAGCTGGGCCCTCTGCTGCC

GGGCCCCCCGGATGCGGCGCCGCCGTCTGGGACTCCGGGGCAGGTGTGCCCTCTGCTGCC
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